Here, we report the complete genome sequence of Lactobacillus futsaii Y97, a potential probiotic strain isolated from futsai of Taiwan. The genome consists of one chromosome of 2.56 Mb and three plasmids. The genome contains 2,622 genes, which make up 87.06% of the genome.
complished by BLAST with the nonredundant (NR) database, Swiss-Prot (https:// www.uniprot.org/uniprot/?queryϭreviewed:no%20taxonomy:1423818), Trembl (https:// www.uniprot.org/uniprot/?queryϭreviewed:no%20taxonomy:1423818), Antibiotic Resistance Genes Database (ARDB) (https://card.mcmaster.ca/), Pathogen Host Interactions (PHI) (http://www.phi-base.org/), COG (https://www.ncbi.nlm.nih.gov/COG/), Carbohydrate-Active enZYmes (CAZy) database (http://www.cazy.org/), KEGG database (http://www .genome.jp/kegg/), and Gene Ontology (GO) database (http://geneontology.org/) (8) (9) (10) (11) (12) (13) (14) .
The complete genome of L. futsaii Y97 consists of a circular chromosome of 2,558,218 bp and three circular plasmids (37,880 bp, 27,087 bp, and 25,584 bp), with GϩC contents of 35.68%, 39.44%, 38.93%, and 34.80%, respectively. The genome contains 2,622 genes; the total length of the genes is 2,306,070 bp, which makes up 87.06% of the genome. The number of tandem repeat sequences is 71; the total length of the tandem repeat sequences is 4,575 bp, which makes up 0.1727% of the genome. Also, 43 minisatellite DNAs, 3 microsatellite DNAs, 56 tRNAs, 12 rRNAs, and 7 small RNAs (sRNAs) were predicted. The genome sequence information presented here will help further specific studies of this strain and to exploit its probiotic potential.
Data availability. The genome sequence was deposited in GenBank (BioProject accession number PRJNA545382) under accession numbers CP040736, CP040737, CP040738, and CP040739 and SRA accession numbers SRR9164841 and SRR9157803. The versions described in this paper are the first versions.
